ID 
XX 
AC 
XX 
SV 
XX 
DT 
DT 
XX 
DE 
DE 
XX 
KW 
XX 
OS 
OC 
OC 
XX 
RN 
RP 
RA 
RT 
RL 
XX 
RN 
RP 
RA 
RA 
RA 
RA 
RA 
RA 
RA 
RA 
RA 
RA 
RA 
RA 
RA 
RA 
RT 
RL 
RL 
RL 
XX 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 
CC 



AC005973 st^^rd; DNA; HTG; 150587 BP. 
AC005973; 
AC005973. 6 

19-NOV-1998 (Rel. 57, Created) 

ll-AUG-2000 (Rel. 64, Last updated, Version 25) 

Homo sapiens chromosome 17 clone RP11-177H5 map 17, *** SEQUENCING IN 
PROGRESS ***, 2 ordered pieces. 

HTG; HTGS_PHASE2. 

Homo sapiens (human) 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; Mammalia; 
Eutheria; Primates; Catarrhini; Hominidae; Homo. 

[1] 

1-150587 

Birren B., Linton L., Nusbaum C. , Lander E. ; 
"Homo sapiens chromosome 17, clone RPll- 177H5" ; 
Unpublished. 



, Linton L, 
Baldwin J, 
Castle A. , 
Corliss D , 



, Nusbaum C. , Lander E. 
, Barna N. , Becker ly R. 
Cerny J., Colangelo M. 



Allen N., Anderson M. , 
Benn J., Boutwell C, 
Collins S., Collymore A. , 



[2] 

1-150587 
Birren B. 
Baker J. , 
Brown A. , 

Cooke P., Corliss D . , Depayre E. , Devon K., Dewar K. , Donelan L. , 
Ferreira P., FitzHugh w. , Forrest C. , Funke R. , Gage D. , Gardyna S., 
Geraigery K. , Grant G. , Hagos B. , Heaford A., Herena L . , Horton L., 
Howland J.C., Jacotot L. , Jones C, Kann L., Karatas A., Lehoczky J., 
Macdonald P., Marquis N. , McEwan P., McGurk A., McKernan K., Meldrim J . 
Molla M. , Morris W. , Morrow J., Mychaleckyj J., Nahf R., Naylor J., 
Niloff M., O'Connor T. , O'Donnell P., Pavlin B., Peterson K . , Riley R., 
Roberts D., Roy A., Severy P., Stange-Thomann N. , Stilwell J., 
Stojanovic N. , Stone C, Subramanian A., Tesfaye S., Tichovolsky N. , 
Torruella -Miller I., Vassiliev H., Vo A. , Wagner A., Wheeler J., Wu Y., 
Wyman D., Ye W. J. , Zhao J., Zody M. ; 

Submitted (18 -NOV- 1998) to the EMBL/ GenBank/DDBJ databases. 

Whitehead Institute/MIT Center for Genome Research, 320 Charles Street, 

Cambridge, MA 02141, USA 

On Aug 10, 2000 this sequence version replaced gi: 8516060. 
All repeats were identified using RepeatMasker : 
Smit, A.F.A. & Green, P. (1996 -1997) 

http : / /ftp . genome .Washington . edu/RM/ RepeatMasker . html 
Genome Center 

Center: Whitehead Institute/ MIT Center for Genome Research 
Center code: WIBR 

Web site: http: //www -seq.wi.mit.edu 

Contact : sequence_submiss ions@genome . wi . mi t . edu 

--- Project Information 

Center project name: L485 
Center clone name: 177_H_5 



NOTE: This is a 'working draft* sequence. It currently 

consists of 2 contigs. Gaps between the contigs 

are represented as runs of N. The order of the pieces 

is believed to be correct as given, however the sizes 

of the gaps between them are based on estimates that have 

provided by the submittor. 
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cc 
cc 
cc 
cc 
cc 
cc 

XX 
FH 
FH 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
XX 
SQ 



sn^Mwill be replaced 
idjBcd sequence as soon 



This sequei^^ 

by the finiWBd sequence as soon as it is avl^Fable and 

the accession number will be preserved* 

1 76468: contig of 76468 bp in length 
76469 76568: gap of 100 bp 

76569 150587: contig of 74019 bp in length. 



Key Location/Qualifiers 

source 1.. 150587 

/ chromosome= "17" 

/ db_xr e f = " t axon : 9 6 0 6 " 

/ organ ism=" Homo sapiens" 

/map= I, 17" 

/clone= ,, RPll-177H5 n 

/clone_lib="RPCI -11 Human Male BAC" 

Sequence 150587 BP; 36807 A; 38915 C; 38736 G; 36029 T 
gaattccttc ctctggaaag ccttttctga cttccgaaga ccaggttaaa 
agaaagtcag acaccatgcc ctgcctgttg gtccactgcc ccttctgtga 
gccctgcact gttccccagt aggagctcca tgcagccgcc tgagcctgcc 
tccagctggt gaccggacaa gggatagaca cttaagccag atgcagttaa 
tgccatttat ataatttgcc cgctgcaaag gtattggaaa atgtggggaa 
tatagaaagt gaggtgggag tttgtctgga gagaagccat gaaattgaat 
agcccagagg ctgttgattt ttttttttct ttttgaccct cacccaggct 
ggcgccatct ccgctcactg caacctgctc atgcgatcct cccgcctcag 
agctgggatc acaggtgcac accaccacgc cgggctaatt ttcgtatttt 
ggcatttcac catgttggcc aggatggtct tgatctcttt tttcgctctt 
ctggagttca atggagtgat ctcggctcat ggcgacctcc gcctcctggg 
tctcctgcct cagcctccca agtagctggg attacaggca tacaccacca 
attttgtatt tttagtggag actggatttc tccatgttga tcaggctggt 
cgacctcagg tgatcagcct gcttcgacct cccaaagtgc tgggattacc 
actgcgtcca gcctgctcat attttattta ggacttttgc ctctaagtta 
gtggcttata gatctctttt ggggatcttt gtctgttttt ctgtttgttt 
tcagagttta tgctagcctt gtaaaataaa ttggaaaact atattctctg 
agatagggat tttctgttct acatagattg gtggagttca cctataaacc 
ctgggcacgg tggctcacgc ctgtaatccc agcactttgg gaggctgagg 
atgaggtcag gagatcgaga ccatcctggc taacacggtg aaaccccatc 
aataccaaaa aaattagctg ggcgtggtgg cgggcgcctg tagtcccagc 
gctgaggcag gagaatggca tgaacccagg aggcagagct tgcagtgagc 
ccactgcact ccagcctggg cgacagagca agactccgtc tcaaaaaaaa 
ccatctggat gtggtgccac ttcggagata ggtttttgtg tttttttgtg 
ggtgtgattt gagacagggt ctcactttgt cacccaggtg gaatacagtg 
ggctcactgc agcctcaacc tcccaggctc aagcgatctt cccacctcag 
agctgggacc tcaggcatgt gccactatgc ccagctattg ttttaaattt 
cagggtctca ctatgttacc caggctggtc ttgaacttct gggctcaagc 
tctccacctc ccagccactc aaaaggctga ggtaggagga ctgtttgagc 
gaggctgcag aaagccatga ttgcagcact gcactccggc ctgggtgaca 
ctgtctcaaa ataaaataaa taaataaata agttccttcc ctaatattct 
gaagccacct ttgcaaaatt atgactgaga cagtgaaaga gatctaacct 
atcttgcttc taagctttaa gctgtgcttg ttccttcctg agcataggct 
tgagaggaac ttagtttatt gtttatagtt acaggcgtga gccatcacac 
gtttatagtt taaaacaaag acggtaatag ccctttccca aaacaaacct 
tgagaactag actgcctttg tagtactaac aaactagcca agagattacc 
taggagtccg ggcgcagtgg ctcacgcctg taatcccagc actttgggag 
gcaggtcacc tgaggtcagg agtttgagac cagcctgacc aacgtggtga 

agccgggtgt ggtggctccc acctgtaatc 
tggcgtgaac ccgggaggcg gaggtttcag 
ctggccgacc gagcaagact gtctcaaaaa 
tttaggagtc atgcagctgg aggctacagg 
tcagtgcttg agacgttttg 
caataaactg gctcatctga 
acagcttcag cttcccatat 



ccactaaaga tacaaaaatt 
cggaggctga ggcaggaaaa 
ccgcgccact gcactccagc 
aaaaaagaaa gaaattacgg 
tccctggact gcccgtaaga 
tcagctggcg ccacccagat 
aactgactca gcacaagagg 
atcagcactc ccggctcact ggctttcccc cacccaccaa 



ccgaccctgc 
tcttgtggcc 
tttcatctct 
gttgttctta 



: 100 other; 
tgtctattac 
tgagaatgtg 
cctatctgct 
tccatagatt 
gacgaggtag 
aaggaccccg 
ggagcgcggc 
cctcccgagc 
tagtagagag 
gttgcccagg 
ttcatgtgat 
cgcccaacta 
cttgatcttc 
ggcatgagcc 
gaaaatagga 
ggttttatga 
gaacagttat 
catctggagg 
cgggcggatc 
tctactaaaa 
tacttgggag 
cgagatcgtg 
aaaaaaaaaa 
tgcttggttt 
gtgccatcat 
tctcctgagt 
tttgtagaga 
agtcctcctc 
ccgggaggtc 
gggtgagacc 
tcctgttatt 
aagcaactcc 
gaactaactt 
ccggcctaga 
acttcttgcc 
aattatggtt 
gccgaggtgg 
aaccccatct 
ccagctgctc 
tgagccgaga 
aaaaaaaaaa 
attctgaccc 
acttgatgga 
cccacccagg 
gacctgatca 
aaaattccaa 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 



2 of 24 



24-1-2002 9:5* 



